Genes depicted in color show significant interactions between infection and mouse strain. Red denotes genes for which log fold change is higher in the KO than in WT, and blue marks genes for which log fold change is higher in the WT than in KO. P-values correspond to significance of GO enrichment. Right: SPIA analysis of KEGG pathways. P-values correspond to the pGFWER composite p-value from the SPIA analysis. (D) PMN frequencies and numbers in BAL obtained at 14 days p.i. from C57BL/6 and corresponding Ifnar1 -/-mice infected with virulent Mtb H37Rv (500 CFUs). Results are from one experiment (n=5; mean±SEM). (E) Nucleosome abundance in BALF obtained from naïve animals or at 7 and 10 days p.i. Data from two independent experiments (n pooled =11; mean±SEM).
Supporting Information: Figure 5
Analysis of cell death and bacterial content within myeloid BAL cells during TB. Flow cytometric gating strategy used for (A) analysis of cell death events within BAL cells and (B) identification of Mtb-GFP cells within airways. Cells were gated using surface makers depicted in Fig. S4A to identify AMs and PMNs and subsequently dead cells were identified as annexinv + 7AAD + (A) or the GFP signal was identified using samples from naïve mice or mice infected with wild-type Mtb, lacking the GFP reporter (B). Phagocytic properties of WT (129S2) and Ifnar1 -/-cells for mycobacteria.
Representative FACS plots showing phagocytosis of GFP-BCG by Ly6G + PMNs purified from BM and spleen from WT (129S2) and Ifnar1 -/-mice, two independent experiments with two to three replicates each.
